Module ID P_value(classicFisher) <1e-5 GOID GOTerm Annotate d Significan t Expected Rank in classic classicFisher classicKS elimKS weight
6.00E-06 GO:0006413 translational initiation 44 3 0.04 1 6.00E-06 0.007 0.00033 6.00E-06 module_118 5.70E-08 GO:0042550 photosystem I stabilization 3 2 0 1 5.70E-08 1 5.70E-08 5.70E-08 module_118
1.10E-07 GO:0019375 galactolipid biosynthetic process 4 2 0 2 1.10E-07 1 1.10E-07 1.10E-07 module_118 7.70E-06 GO:0006643 membrane lipid metabolic process 29 2 0.01 10 7.70E-06 0.77504 1 1 module_118
1.00E-06 GO:0006664 glycolipid metabolic process 11 2 0 5 1.00E-06 1 1 1 module_118 6.80E-07 GO:0009247 glycolipid biosynthetic process 9 2 0 4 6.80E-07 0.92575 1 1 module_118
2.60E-06 GO:0010109 regulation of photosynthesis 17 2 0 8 2.60E-06 0.99932 1 1 module_118
1.10E-07 GO:0019374 galactolipid metabolic process 4 2 0 3 1.10E-07 1 1 1 module_118
1.30E-06 GO:0042548 regulation of photosynthesis, light reac... 12 2 0 6 1.30E-06 1 1 1 module_118
1.30E-06 GO:0043467 regulation of generation of precursor me... 12 2 0 7 1.30E-06 1 1 1 module_118
2.60E-06 GO:0046467 membrane lipid biosynthetic process 17 2 0 9 2.60E-06 0.94877 1 1 module_12
1.10E-07 GO:0006556 S-adenosylmethionine biosynthetic proces... 4 2 0 1 1.10E-07 0.28511 1.10E-07 1.10E-07 module_12 9.40E-06 GO:0000097 sulfur amino acid biosynthetic process 32 2 0.01 6 9.40E-06 0.86312 1 1 module_12 7.20E-06 GO:0009119 ribonucleoside metabolic process 28 2 0.01 5 7.20E-06 0.18336 1 1 module_12 4.00E-06 GO:0042278 purine nucleoside metabolic process 21 2 0 3 4.00E-06 0.06187 1 1 module_12 4.00E-06 GO:0046128 purine ribonucleoside metabolic process 21 2 0 4 4.00E-06 0.06187 1 1 module_12
1.90E-07 GO:0046500 S-adenosylmethionine metabolic process 5 2 0 2 1.90E-07 0 Table S1 . GO Terms in biological process significantly enriched in each module found by TopGO analysis according to different tests.
The columns, "classicFisher", "classicKS", "elimKS" and "wight" represent the p-values on the GO terms returned by each test statistics used in the TopGO package.
The column Expected represents the expected number of interesting genes mapped to the GO term if the interesting genes were randomly distributed over all GO terms (Alexa et la. 2006 ).
The column Annotated and Expected represent number of annotated genes and those of significat genes. 6.00E-06 GO:0018401 peptidyl-proline hydroxylation to 4-hydr... 7 2 0 1 6.00E-06 1 6.00E-06 6.00E-06 module_271 6.00E-06 GO:0018208 peptidyl-proline modification 7 2 0 2 6.00E-06 1 1 1 module_271
6.00E-06 GO:0019471 4-hydroxyproline metabolic process 7 2 0 3 6.00E-06 1 1 1 module_271
6.00E-06 GO:0019511 peptidyl-proline hydroxylation 7 2 0 4 6.00E-06 1 1 1 module_272 9.00E-06 GO:0006096 glycolysis 80 3 0.05 1 9.00E-06 0.82105 9.00E-06 9.00E-06 module_277
1 2.10E-09 GO:0044249 cellular biosynthetic process 2467 14 3.36 7 2.10E-09 0.31192 1 1 module_41 6.60E-08 GO:0044260 cellular macromolecule metabolic process 3156 14 4.3 9 6.60E-08 0.74743 1 1 module_41
1.00E-10 GO:0044267 cellular protein metabolic process 1991 14 2.71 5 1.00E-10 0.31981 1 1 module_410 9.20E-21 GO:0006412 translation 576 19 1.29 1 9.20E-21 0.26418 9.20E-21 9.20E-21 module_410
3.00E-08 GO:0042254 ribosome biogenesis 154 7 0.34 11 3.00E-08 0.99381 3.00E-08 3.00E-08 module_410 6.90E-10 GO:0009058 biosynthetic process 2570 20 5.76 7 6.90E-10 0 3.00E-11 GO:0090304 nucleic acid metabolic process 1220 21 4.28 8 3.00E-11 0.80536 0.0481
